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Amendments to the Claims : 

This listing of claims will replace all prior versions, and listings of the claims in the application. 
Listing of Claims : 

1 . (Currently Amended) A method for searching for a specific base sequence, in genes with an 
apparatus comprising the step of : 

an acquisition atop for a specific base sequence candidate, which acquireo a specific base sequence 
candidate, which is a candidate of a specific base sequence appearing in a base sequence of an expressed 
geae; 

a searching step for q specific base sequence, whioh searches a matching base sequence, which is a 
base sequence matching the specific base sequence candidate acquired by said acquisition step for specific 
base sequence candidate, from a sot of base sequences, whioh include a union of sets of 

a union of sets of cxon base sequences, and 

a set of border base sequences, which straddle exon borders in the expressed gene formed 
by a plurality of exons; and 

a determination step, which determines whether the specific base sequence candidate acquired by 
said acquisition step for a specific base sequence candidate is a specific base sequence based on whether a 
plurality of matching base sequences arc included in the search result by said search step for a specific base 
sequence allowing the apparatus to search for the base sequence in base sequences consisting of: base 
sequences in each of exons of the genes, and base sequences straddling exon borders in each of the genes 
having a plurality of exons . 
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2. (Currently Amended) The method for s e arching for a specific boso sequence according 
to claim 1, wherein 

attribute information including information indicating the position of exon sequence, or 
information for identifying gone formed by exon, is correlated to an element of said union of set of exon 
each of the base sequences consisting of the base sequences in each of exons of the genes and the base 
sequences straddling exon borders in each of the genes having a plurality of exons, the attribute 
information including information indicating the position of the exons in the genome sequence or 
information for identifying the genes. 

3. (Currently Amended) The method for searching for a specific base sequence according to claim 
1 , wherei n 

said act of border in the case that the base sequences straddling exon borders are overlapping, the 
overlapping sequences are integrated is acquired booed on a sot acquired by integrating information 
indicating a base sequence, which has same expressed gene and overtopping position of base sequence, to 
the set of information, which indicates a base sequence straddling the exon border in the expressed gone 
formed by a plurality 7 of exons, and indicates the base sequence of the same length as that of the base 
sequence of said specific base sequence candidate . 

4. (Currently Amended) The method for searching for a specific base sequence according to claim 
1, comprising: an acquisition step for allowable number of matches, which acquires a numerical value, 
indicating the number of allowable mismatching bases, as a degree of matching between the base sequence 
included in said set of base sequences and the base sequence indicated by said specific base sequence 
candidate , wherein said searching stop for 
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the base sequenc e conies out search based on tho allowable number of matches acquired by said 
acquisition stop for allowable number of matches is searched with at least one mismatch allowed . 

5. (Currently Amended) The method for searching for a specific base sequence according to claim 

f[4]l I, further comprising: 

an acquisition step for mismatching base pair, which acquires a base pair, which is determined to 
be mismotching by said searching step for base sequence the step of allowing the apparatus to determine 
whether the base sequence appears only in the target gene, based on whether a plurality of base sequences 
are identified . 

Claims6-9 Cancelled 

1 0. (Currently Amended) An apparatus for searching for a specific base sequence, comprising: 

a storage for storing set of base sequences, which stores a set of base sequences in each of exons of 

the genes, which includes a union of sots of 

a union of sets of cxon base sequences, and 

a set of border base sequence s, which straddles straddling exon border borders in each of the 
expressed gene formed by genes having a plurality of exonsj 

an acquirer for specific base sequence candidate, which acquires a specific base sequence 
candidate, which is a candidate of a specific base sequence appearing in a base sequence of an expressed 
gene; and 

a searcher for specific base sequence, which searches searching for a matching base sequence; 

* 

which is a base sequence matching tho specific base sequence oandidato acquired by said acquirer for 
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specific base soqucnco candidate, from tho base sequences included in the sot of base sequences stored 
[[by]] in said storag e for oct of base sequences . 

1 1 . (Currently Amended) The apparatus for searching for specific booo sequence according to claim 
1 0, wherein 

attribute informatio n, including information indicating position of exon s e quence, or information 
for identifying gone formed by exon, is correlated [[with]] to an element of said union of sots of exon each 
of the base sequences consisting of the base sequences in each of exons of the genes and the base 
sequences straddling exon borders in each of the genes having a plurality of exons. the attribute 
information including information indicating the position of the exons in the genome sequence or 
information for identifying the genes . 

1 2. (Cun-ently Amended) The apparatus for searching for a specific base sequence according to 
claim 10, wherein 

said sot of border in the case that the base sequences is acquired basod on a sot acquired by 
integrating information indicating a base soquonco, which has tho samo expressed gone and overlapping 
position of base sequence, as tho set of information, which indicates a baso sequence straddling tho oxon 
border in tho expressed gone formed by a plurality of exons, and indicates the base sequence of tho samo 
length as that of tho baso soquonco of said specific baso sequence candidate straddling exon borders are 
overlapping, the overlapping sequences are integrated . 

1 3 . (Currentl y Amended) The apparatus for searching for specific base soqucnco accordi ng to clai m 
10, comprising: an acquiror for allowable numbor of matches, w r hich acquires a numerical value, indicating 
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tho number of allowable mismatching bases, as a degree of matching between the base sequence included 
in said set of base sequences and the base sequence indicated by said specific base sequence candidate, 
wherein said searcher for wherein 

the base sequenc e carries out search based on the allowable number of matches acquired by said 
acquiror for allowable number of matohes is searched with at least one mismatch allowed . 

Claims 14- 16 Cancelled 

1 7. (Withdrawn) An apparatus for storing set of base sequences, storing a set of base sequences 
including a union of sets of exon base sequences, and a set of border base sequences straddling exon 

D 

border in the expressed gene formed by a plurality of exons, in a searchable state. 

1 8. (Withdrawn) The apparatus for storing a set of base sequences according to claim 1 7, wherein 
attribute information, including information indicating position of exon sequence, or information for 
identifying gene formed by exon, is correlated to an element of said union of sets of exon base sequences. 

1 9. (Withdrawn) The storage for set of base sequence according to claim 17, wherein said set of 
border base sequences is acquired based on a set acquired by integrating information indicating a base 
sequence, which has the same expressed gene and overlapping position of base sequence, to the set of 
information, which indicates a base sequence straddling the exon border in the expressed gene formed by a 
plurality of exons, and indicates the base sequence of the same length as that of the base sequence as an 
input for searching. 
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20. (Withdrawn) A generation method for set of base sequence, comprising: an acquisition step for 
length of base sequence candidate, which acquires length of specific base sequence candidate appearingin 
a base sequence of an expressed gene; an acquisition step for set of exon base sequences, which acquires a 
union of sets of exon base sequences; a generation step for set of border base sequences, which generates a 
set of base sequences by integrating information indicating a base sequence, which has the same expressed 
gene and overlapping position of base sequence, to the set of information, which indicates a base sequence 
straddling the exon border in the expressed gene formed by a plurality of exons, and indicates the base 
sequence of the same length as that acquired by said acquisition step for length of base sequence candidate; 
and a generation step for union of sets, which generates a union of sets of the base sequences acquired by 
said acquisition step for set of exon base sequences, and set of the base sequences generated by said 
generation step for set of border base sequences. 

21. (Cancelled) 

22. (Withdrawn) A generation program for a specific base sequence, causing a computer to carry 
out: an acquisition step for length of base sequence candidate, which acquires length of specific base 
sequence candidate appearing in a base sequence of an expressed gene; an acquisition step for set of exon 
base sequences, which acquires a union of sets of exon base sequences; a generation step for set of border 
base sequences, which generates a set of base sequence by integrating information indicating a base 
sequence, which has same ©(pressed gene and overlapping position of base sequence, to the set of 
information, which indicates a base sequence straddling the exon border in the expressed gene formed by a 
plurality of exons, and indicates the base sequence of the same length as that acquired by said acquisition 
step for length of base sequence candidate; and a generation step for union of sets, which generates a union 

83291809.1 



4777-71 

of set of the base sequences acquired by said acquisition step for set of exon base sequences, and set of the 
base sequences generated by said generation step for set of border base sequences 

r 

Claims 23 - 24 Cancelled 

* 

25. (Withdrawn) The storage for set of base sequence according to claim 1 8, wherein said set of 
border base sequences is acquired based on a set acquired by integrating information indicating a base 
sequence, which has the same expressed gene and overlapping position of base sequence, to the set of 
information, which indicates a base sequence straddling the exon border in the expressed gene formed by a 
plurality of exons, and indicates the base sequence of the same length as that of the base sequence as an 
input for searching. 

26. (Cancelled) 
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